I am very glad to present to the readers of "Medical Imaging Process & Technology" journal the forthcoming second edition of our book "QSAR-mapping and SBGN-mapping for Biological Samples (Lecture Course and Special Practicum)", which is actually an introduction to the novel microscopic imaging approaches for numerous biomedical applications. It is possible to imagine that imaging and morphology of biological structures is not a rigorous mapping of different "material points" and structures in the field of view (or ROI's), because the living state of the sample is a complex of many spatiotemporal dynamic processes. But it is much more difficult to imagine that such spatiotemporal dynamic processes also can be mapped on the temporal scales as a function of their compartmentalization in the cellular media, and consequently, that the map of the physiological-metabolic state from the cell level to the organism level can be visualized or interpreted not only as a map of localizations and colocalizations of different metabolic agents, but also as a map of their activities (and colocalizations or spatiotemporal correlations of the agent-based kinetics) in the ultra-structural and / or intercellular / multi-cellular processes. It is well known, that the activities of the biochemical agents can be described within the framework of the SAR approach, in particular, in Quantitative Structure-Activity Relationship (QSAR) models. Consequently, the basic problem of the agent-based representation and spatiotemporal imaging of the metabolic functions is the problem of the morphism map (or functor map) between the activities' / properties' sets and the structure set (as a surjection) in the QSAR/QSPR projection on the map of the biological sample which can be formed using standard technologies of contemporary microscopy and multi-/ hyper-spectral imaging techniques (including non-optical ranges of wavelengths or frequencies of the analytical signals and sub-wavelength superresolution physical imaging principles of the biostructure visualization). The second problem of the descriptometric / descriptographic mapping using QSAR/QSPR projections of molecular data sets on the microscopic optical (or non-optical) surface or profile
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Editorial Column O.V. Gradov I am very glad to present to the readers of "Medical Imaging Process & Technology" journal the forthcoming second edition of our book "QSAR-mapping and SBGN-mapping for Biological Samples (Lecture Course and Special Practicum)", which is actually an introduction to the novel microscopic imaging approaches for numerous biomedical applications. It is possible to imagine that imaging and morphology of biological structures is not a rigorous mapping of different "material points" and structures in the field of view (or ROI's), because the living state of the sample is a complex of many spatiotemporal dynamic processes. But it is much more difficult to imagine that such spatiotemporal dynamic processes also can be mapped on the temporal scales as a function of their compartmentalization in the cellular media, and consequently, that the map of the physiological-metabolic state from the cell level to the organism level can be visualized or interpreted not only as a map of localizations and colocalizations of different metabolic agents, but also as a map of their activities (and colocalizations or spatiotemporal correlations of the agent-based kinetics) in the ultra-structural and / or intercellular / multi-cellular processes. It is well known, that the activities of the biochemical agents can be de- In mathematics, a morphism is a structure-preserving map from one mathematical structure to another one of the same type. The notion of morphism recurs in much of contemporary mathematics. In set theory, morphisms are functions; in linear algebra, linear transformations; in group theory, group homomorphisms; in topology, continuous functions, and so on. In category theory, morphism is a broadly similar idea, but somewhat more abstract: the mathematical objects involved need not be sets, and the relationship between them may be something more general than a map, although has to behave similarly to maps, e.g. has to admit associative composition (Remark from the Technical Editor of the Monograph). In the first edition of the annotated book [1] (Figure   1 ) we proposed a way to resolve such problems.
The basic algorithm for hybridization between the QSAR-mapping, QSPR-mapping and SBGN-mapping is shown in Therefore, the resulting multi-dimensional images or the sample patterns can be represented in the way, schematically shown in Figure 3 as a.) multi-layer struc-
